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Apoptosis associated protein 
Protein phosphatase 1, regulatory subunit 15A 

Name: PPP1R15A 

Synonyms: GADD34 

From Homo sapiens (Human) [TaxlD: 9606] 

Taxonomy Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 

Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Primates; 

Catarrhini; Hominidae; Homo. 
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fmri U83981 ; AAC25631 .1 ; -; mRNA. [EMBL / GenBank / DDBJ] [CoDingSequence] 

tMBL BC003067; AAH03067.1 ; -; mRNA.[EMBL / GenBank / DDBJ] [CoDingSequence] 

3D structure databases 

ModBase 075807. 
2D gel databases 

2DPAGE Get regi0n ° n 20 PAGE< 
Organism-specific gene databases 

Ensembl ENSG00000087074; Homo sapiens. [Contig view] 

HGNC HGNC:14375; PPP1R15A. 

GeneCards PPP1R15A. 

GeneLynx PPP1R15A; Homo sapiens. 

GenAtlas PPP1R15A. 

HOVERGEN [Family / Alignment / Tree] 

Gene expression databases 

CleanEx HGNC:14375; PPP1R15A. 

Ontologies 

GO:0006915; Biological process: apoptosis (traceable author statement). 

GO:0007050; Biological process: cell cycle arrest (traceable author statement). 
qq GO:0006974; Biological process: response to DNA damage stimulus (traceable authc 

0v> statement). 

QuickGo 

view. 

Family and domain databases 

ProDom [Domain structure / List of seq. sharing at least 1 domain] 
Other 

ProtoMap 075807. 
PRESAGE 075807. 

UniRef View cluster of proteins with at least 50% / 90% / 1 00% identity. 

Keywords 

None 

Features 

None 

Sequence information 

Length: 674 Molecular weight: 73478 CRC64: B257AA17456D1403 [This is a checksum on the 
AA Da sequence] 
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STPPASAFLK AWVYRPGEDT EEEEDEDVDS EDKEDDSEAA LGEAESDPHP SHPDQRAHFR 
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GWGYRPGKET EEEEAAEDWG EAEPCPFRVA IYVPGEKPPP PWAPPRLPLR LQRRLKRPET 
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PTHDPDPETP LKARKVRFSE KVTVHFLAVW AGPAQAARQG PWEQLARDRS RFARRITQAQ 
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